Strain constructions. Strain G85, a Σ1278b MATa/α ura3Δ0/ura3Δ0 his3Δ0::hisG/his3Δ0::hisG diploid, served as the wild type and the parent of all yeast strains in the study. Standard methods [1] were used for all transformations and crosses to construct homozygous diploid mutant derivatives. The TEC1, PHD1, and RAS2 deletion-insertion alleles, tec1Δ::bcKanMX4, phd1Δ::bcKanMX4, and ras2Δ::bcKanMX4, respectively, were constructed by Drees et al. [2] . These alleles are referred to as 'tec1Δ', 'phd1Δ', and 'ras2Δ' in the text. The ste7Δ strain, from the yeast "barcode" deletion collection, was obtained from Research Genetics. Constructions of genomic insertion and deletion-insertion alleles used PCR-based methods and transformation with appropriate selection. All allele constructions were verified by PCR and tetrad dissection. All protein epitope tags were verified additionally by western-blot analysis and phenotype testing. All alleles expressing tagged proteins were functional. To delete the MPT5 gene, resulting in the mpt5Δ::kanMX6 allele ('mpt5Δ'), plasmid pFA6a-kanMX6 [3] was the PCR template with primers MPT5F1 (CTACGCAAATTTATAAATCAATTACGATTTTTCCAGTTTCTCTTCGGATCCC CGGGTTAATTAA) and MPT5R1 (TCCGGCTCAAATTTTGGGACTTTAGTAGGACGTCATTGCTTAGTGAATTCGA GCTCGTTTAAAC). The Mpt5 protein was tagged at its C-terminus with the 13-myc epitope using pFA6a-13Myc-kanMX6 [3] . Using a PCR-based two-step tagging method [4] , Tec1 and Ste7 proteins were tagged at their N-termini with a triple-myc epitope tag, leaving the native promoters and UTRs intact. This myc-TEC1 construct was converted to a TEC1::myc-URA3 construct (myc-Ura3 protein-coding sequences replacing myc-Tec1 coding sequences at the TEC1 gene). Using plasmid pRS406 [5] as a template with primers (URA3 priming sequences underlined) 3myc-URA3-F (GCCGCACTAGTCTCGAGGGGGGGCCCGGTACCCAATTCGCCCTACAGTCCT CGAAAGCTACATATAAGGAA) and URA3-tec1-3UTR-R (ATACGTATGCGTATTTATGTACGAGATGTATGTATGTATGTAGACATTTAGT TTTGCTGGCCGCATCTTC), a myc-Ura3-encoding DNA with TEC1 UTR flanks was generated by PCR and used to transform a ura3Δ0 myc-TEC1 strain to Ura+. These same primers were used to generate a URA3 probe for northern-blot analyses. As a control, a myc-URA3 strain (myc-Ura3 expressed from the URA3 gene) was made.
First, from a URA3+ strain, Ura3 protein-coding sequences were deleted and replaced with a NatMX4 cassette [6] . We used the resulting ura3Δ::NatMX4, rather than Immunoprecipitation and phosphatase treatment. Immunoprecipitation of N-terminally tagged Tec1 and Ste7 from an mpt5Δ strain with subsequent phosphatase treatment was done as described previously [9] . 
